Fig. 3 Placements of hESC enhancers and HARs within
TADs are directly correlated with the size of TADs in the hESC genome.a Significant direct correlations between the size of TADs and SE's span defined as a number of bp between the two most distant SEs located within a given TAD in the hESC genome (top two panels). Top left panel shows a correlation profile between the sizeof 504 TADs and genomic span of 642 SEs located within TADs.Top right panel shows a correlation profile between the size of 103 TADs harboring at least two SEs and genomic span of 241 SEs residing within TADs. Percentiles within shaded areas indicate the percent of TADs containing HSGRL within a designated set, which increases concomitantly with the increasing quantity of SEs located within TADs and larger TAD size. Note that similar trends were observed in the mESC genome; however, the correlation coefficient values were not statistically significant (bottom two panels). b Patterns of significant direct correlations between the size of 147 revTADs and numbers of hESC-enriched enhancers (top left panel) and numbers of HARs (top right panel)located within the revTADs.
The bottom left panel illustrates the profile of significant correlation between the numbers of hESC-enriched enhancers and HARs residing within the revTADs (direct correlation; bottom left panel). In contrast, the bottom right panel shows the previously reported inverse correlation between the numbers of HSTFBS and HARs residing within the revTADs (Glinsky 2016a, b, c) . c Genome-wide, there is a highly significant direct correlation between the numbers of hESC-enriched enhancers located within TADs and the average size of corresponding TADs harboring hESC-enriched enhancers. The numbers of hESCenriched enhancers located within each individual TAD were quantified and TADs harboring 0 to 9 enhancers were segregated into subgroups harboring the same numbers of enhancers. The numbers of TADs in each subgroup are indicated. Eightyone TADs harboring ten or more hESC-enriched enhancers (range 10-30) were segregated into one subgroup with the average enhancers'content of 12.5 per TAD. The average TAD sizes were computed for each subgroup of TADs, and the results were plotted to assess the correlation pattern. 
